Figure 1. 



Seqiaence type explicitly set- to Protein 
Sequence format is Pearson 

Sequence 1: neu_S 100_cytok me 104 aa 

Sequence 2: £491246 110 aa 

Sequence 3: U271S2 98 aa 

Start of Pairuise aliipments 
Aligning. . . 

Sequences (1:2) Aligned. Score: 23 
Sequences (1:3) Aligned. Score: 34 
Sequences (2:3) Aligned. Score: 29 
Start of Multiple Alignment 
There are Z groups 
Aligning. . . 



Group 1: 
Group 2: 
Sequence : 
Sequence : 
Sequence : 



Delayed 
I 1 el aye d 



1 Score : 0 
3 Score: 839 

2 Score: 724 
Alignment Score 444 

CLUSTAL -Alignment file created 



[ /data4/ genet ools/lrast ell i4 630c lust alw] 



Multiple Alignment: 



new_S100_cytokine MGQCRSANA E D^Q E F gDVl 

W27 152 MAgj E P L TEpjE S 

0491246 M^Qp 




yvT jBF tfarq eBrSsshsvn!! 





new_3100_cytokine SNOG--- 

W27152 DVGS ||D 

G49124* KENKNEKVI 

new_3100_cytokine - - - - 

W27152 ' 

G4Q1246 EGTP (SEQ ID NO : 1 1 ) 



E iTOHACTa sviCLERP VRgJj — (-SEQ- ID NO: 6) 

r MBBB BIe I RKjgKD LKIRKK-(SEQ ID NO: 10) 

I MlM ARflT WASH E&IvIHEGD EGP ggjHHKF G L G 



Figure 2. 



Multiple Alignment: 



new_S100_cytokine 

7971c 7 tOsO-212.2 EMT 



3ISSCGAGYRTDD! 



:tqh 



dtss -u 

.TSfflP 



MGQCRSANAEDAQEFSDVERAIET L I KNFH 
jTMGQCRSANAEDAQEF SDVERA I ET L I KNFH! 



new_S 1 00_cytol ane BE H G l 

7971c. 7 iOsO-212 2 EMT fflAgKi 

new_S100_cytolane HSOLi 

7971c. 7 iOsO-212.2 EXT 



CETLTP 
CETLTP 



E LRD LVTQQL F HLMP S N CGLEEK I AN L G 
E LRD LVTQQL P HLMP S N CGLEEK I AN L Gi 



*GH (SEQ ID NO: 6) 
fRS (SEQ ID NO: 3) 



Figure 3. 



hmmpfam - search a single seq against HHH database 



HMMER is freely distributed under the GNU General Public License (GPL) . 
HUM file: pfamHMMs 

Sequence f ile : /dat a4/genetools/lr astelli4423Aa3 lS020Pr ot einFast a. txt 

Query: AA315020 

Scores for sequence family classification (score includes all domains): 
Hodel Description Score E-value N 



S__1Q0 S-100/ICaBP type calcium binding domain 40.9 2.9e-08 

Parsed for domains: 

Hodel Domain seq-f seq-t hmm- f hmm-t score E-value 



S_100 1/1 32 74 . . 1 44 [] 40.9 2.9e-08 

Alignments of top-scoring domains: 

S_100: domain 1 of 1, from 32 to 74: score 40.9, E = 2_9e-08 

*->LEkaietiInvFhqYSgreGdkdtLsKkELKeLlekELpnf Lkn<-* 
E+aiet+I+ FhqYS eG k tL+ EL+ L++++Lp+ + 
AA315020 32 VERAIETLIKNFHQYS-VEGGKETLTPSELPDLVTQQLPHLHPS 74(SEQ ID N0:2i) 



Figure 4A- 



BLOCKS Protein Domain Analysis of newSlOOcytokine 



Probe Size: 104 Amino Acids 
Probe File: lrast.elliblocks.Eeq 
Target- File ( s ) : blocks.dat. 
P.ecords Searched: 
Scores Done: 



Alignments Done: 



4034 
4034 
S35470 



Mouse- over to show def line and scores. Click to she""' alignments 

C olor Key for Block Alig nment Scores to new_S1QQ_cytokine 
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jHCtXXEZKi iHLgS ChD3KLerBSFWeLICrEAAKj7k ( S EQ ID NO I 12) 
DvI^IETLIKnFrli^SVTEg&KeTltpjElrdLvtQQ (SEQ ID NO I 1 3 ) 
OTQCfLphLrJpancgLEEki (SEQ ID NO I 14 ) 

fmXDMBT, (SEQ ID NO: 15) 

t&ld^lTp;eimii7TQQlphL^;n[:gleEkiAMlg3cnd3kleril;r( SEQ ID NO I 1 6 ) 
mgQcE3AnAedAQef3dm^AlEtlIXHrhgY ( S EQ ID ^0:171 
hqY3veg&KetltP;elrdLvTQQlPfllHp;nC ( SEQ ID NO I 1 8 ) 
lanlgSCMdmEFK (SEQ ID N0:19) 
LHpJBcgLeEkiAnL&JcndjkllCf (SEQ ID NO I 20) 
p3nC&LeeklAHlg3CnD3klerr3fwlElIgEAAK3Vkl C SEO T D NO 

p3«c & leeki (SEQ ID NO: 22) v 

tjqlpHlmp;nr: gl eEKIanl g3 cnd;Xl e f E; ±Wc 1 igeaak;vk( SEQ ID 
-nPSnCgLeEKlAnl^C ( S EQ ID NO I 24) 
mgqCr3A»fljn)AQer;DVeEAleTlIknfbl?y3veggketLTp3E (SEQ ID 

iXHThg^E (SEQ ID NO: 26) 

TLIknfhgy3v«ggkeTlTP3ElrdlvtQQlj^hLHP;Kc(iLeeX ( SEO ID NO : 2 7 ) 
qe f SDvEPAIETL (SEQ I D N 0 I 2 8 ) 

ELEDLvTgQJL (SEQ ID NO: 29) / c ™ Tn 

LeekiaMLgScnD;XlEf r;Fwe 1 1 gEaaX;UklERpvEgb ^ b hQ ID 
dLOTq<jLPhXHpsnc tlEekl AKL (SEQ ID N0:31) 
gQCK;AMaedAgIT;DyerAIETlIknfr1qY3vE ( S EQ ID NO 
keTLTp;eLrdlVtQQlpHLn( SEQ ID NO : 3 3 ) 
IeTlIkMfhg^Jvet&klTn.tpjelrdlVrQQlphLHpSM ( S EQ ID 
LETESrwELI 0EAAX3UKLEE (SEQ ID NO:35j 

HggcrjAnAed^oXfSdverAiEtHKBfbqySvE (SEQ ID NO: 36) 



21) 

NO:23) 
NO:25) 



NO:30) 
;32) 
N0:34) 



jKETLTPgELRDLVTQQLPHLMPS 

ketltpHelrdlvtqqlphlmps 
ketltpIelrdlvtqqlphlmps 




Figure 4C. 



Table 6 

AA007220 

Consensus 
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MGQCRSANAEDAQEFSDVERAIETLIKNFHQYSVEGGKETLTPSELRDLVTQQLPHLMPS 
MGQCRSANAEDAQEFSDVERAIETLIKNFHQYSVEGGKETLTPSELRDLVTQQLPHLMPS 
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AAO 0722 0 
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NCGLEEKI AN LGSCNDSKLEFRSFWELIGEAAKSVKLERPVRGH 



(SEQ ID NO: 6) 
( SEQ ID NO: 39) 
( SEQ ID NO: 40) 



Figure 4D. 
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Table b 

gi | 4139958 J pdb | 1MH0| 
PROTEIN MRP- 126 
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Hydrophob 1 c i t y Plot plot for neu S109 cytokine uith a uindow of 19 




Figure 6 



Set A 
Samp. 77S11 Avg. |7] 
Samp 77S12 Avg. |7| 
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Set B 

Samp. 77:;; 08 Avg. 17 
Samp. 77309 Avg. I? 




197.0 200 0 203.0 206.0 209.0 212.0 215 0 218.0 221 0 224 0 227 0 



# 



Figure 7 

******************* £gj^£jg ^ ******************* * 



! 656772 21+ GAATTCCAGAGGGAGTTCTCAGTGCCCCCGGACAGGCCTCTCC AGCTTCACACTCTTGGC 
;AA3 1502 0- TGCCCCCGGACAGTCCTCTCNAGCTTCACACTCTTGGC 
consensus GAATTCCAGAGGGAGTTCTCAGTGCCCCCGGACAG^rCTCTCLAGCTTCACACTCTTGGC 



[656772 21+ CGCTTCTCC AATC AGCTCCCAGAAACTCCTGAACTCCAGTTTAGAGTC ATTGC AGCTGCC 
AA3 1502 0- CGCTTCTCC AATC AGCTCCC AGAAACTCCTGAACTCCAGTTTAGAGTC ATTGC AGCTGCC 
consensus CGCTTCTCC AATC AGCTCCC AGAAACTCCTGAACTCCAGTTTAGAGTC ATTGC AGCTGCC 



65 6772 21+ C AGGTTGGC AATTTTCTCTTCC AGGCCACAGTTGCTCGGC ATGAGATGGGGC AGCTGCTG 

; AA3 1502 0- C AGGTTGGC AATTTTCTCTTCC AGGCC ANAGTTGCTCGGC ATGAGATGGGGC AGCTGCTG 

; c ons ensus C AGGTTGGC A ATTTTC TC TTC CAGGC C A CAGTTGC TC GGC ATGAGATGGGGC AGC TGC TG 

65677221+ GGTGAC C AGGTC C C GT AGC TC AG A AGGGGTC AGC GTC TC C TTC C C AC C C TC C AC GG AGT A \ 

A A3 1502 0- GGTGAC C AGGTC CCGTAGCTCAGAAGGGGTCAGCGTCTCC TTC CCACCCTCCACGG AGT A i 

consensus GGTGAC C AGGTC C C GTAGC TC AG A AGGGGTC AGC GTC TC C TTC C C AC C C TC C AC GG AGT A 



65 6772 2 1+ CTGGTGAAAGTTCTTGATGAGGGTCTC AATGGCCCTCTCC AC ATC ACTGAATTC (SEQ ID NO: 37) 
A A3 1502 0- iCTGGTGAAAGTTCTTGATGAGGGTCTC AATGGCCCTCTCC AC ATC ACTGAATTCCTGAGC 
consensus iCTGGTGAAAGTTCTTGATGAGGGTCTC AATGGCCCTCTCC AC ATC ACTGAATTC CTGAGC I 



A A3 1502 0- |ATCCTCTGCGTTGGCTGACCGACACTGTCCCATGGTGCTCACTGTGTCTGGTCCTTTGGT 
consensus I ATC C TC TGC GTTGGC TG AC C G AC AC TGTC C C ATGGTGC TC AC TGTGTC TGGTC CTTTGGT ; 



AA3 15020- I GAGAGTTC TGTTGTC C TAT (SEQ ID NO: 4) 
consensus GAGAGTTC TGTTGTC C TAT (SEQ ID NO: 5) 



